Supplemental Data
Distributions within each genotype are normalized so each row sums to 1. 2 # of alleles refers to the number of minor alleles. 3 The stretch mark severity coding is based on responses of women who reported on the severity of stretch marks resulting from pregnancy: 0 = None, 1 = Mild, 2 = Moderate, 3 = Severe. The 32 SNPs were taken from (Speliotes et al. 2010 ). 2 The beta plus standard error is with respect to the minor allele, with positive numbers representing an increase in the severity of stretch marks. 3 Associations with a p-value less than 0.0016 (0.05/32) are statistically significant. For reference, rs2867125 is 54kb downstream of TMEM18. Figure S1 . Quantile-quantile plot of observed p-values for association with stretch marks versus theoretical p-values in the discovery cohort.
Blue curves give approximate 95% confidence intervals. The red line indicates the overall inflation factor of 1.036.
